Vibrio species of the Harveyi clade are commonly found in free-living and host-associated marine habitats. Here, we report the draft genome sequence for a Harveyi clade bacterium, Vibrio sp. strain LB10LO1, which was isolated from the Atlantic brief squid Lolliguncula brevis. B acteria within the genus Vibrio are widely distributed throughout marine systems where they inhabit both nutrient-rich and oligotrophic environments (1). Within the Vibrio genus, members of the Harveyi clade include 11 closely related species that are commonly found in surface waters, in marine sediments, and as pathogens and commensals of both vertebrates and invertebrates (2-13). Moreover, these species serve as important model organisms for studying biofilm formation, bioluminescence, and quorum sensing (14).
with a GϩC content of 45.45%, 97-fold genome coverage, and an N 50 score of 165,319 bp. A total of 4,995 DNA coding regions were identified, including 4,891 encoding proteins and 104 encoding RNAs. Prokka produced annotated functions for 3,127 of the proteins, while the other 1,764 proteins were assigned as hypothetical. Finally, a MiGA (22) and Genome Taxonomy Database (GTDB) (23) analysis of the LB10LO1 genome determined that the most closely related genomes in the database were Vibrio campbellii isolates, with an average nucleotide identity (ANI) of Ͼ96%.
Data availability. This genome sequence is available in GenBank under the Bio-Project number PRJNA602499; the Illumina reads are available in the SRA under accession number SRX7614634. Cultures of LB10LO1 are available upon request.
